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BEST AVAILABLE IMAGES 

Defective images within this document are accurate representations of 
the original documents submitted by the applicant. 

Defects in the images may include (but are not limited to): 

• BLACK BORDERS 

• TEXT CUT OFF AT TOP, BOTTOM OR SIDES 

• FADED TEXT 

• ILLEGIBLE TEXT 

• SKEWED/SLANTED IMAGES 

• COLORED PHOTOS 

• BLACK OR VERY BLACK AND WHITE DARK PHOTOS 

• GRAY SCALE DOCUMENTS 

IMAGES ARE BEST AVAILABLE COPY. 



As rescanning documents will not correct images, 
please do not report the images to the 
Image Problem Mailbox. 
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Figure 10 



Seq ID 24 
Seq ID 25 
p69A (tomato) 
Consensus 

Seq ID 24 
Seq ID 25 
p6 9A (tomato) 
Consensus 



GVIIGVIDTGIFPDHPSFSDVGMSPPPAKWKGFCESNFTTKCNNKIIGLR 50 

GVIIGVIDTGIvPDHPSFSDVGMpPPPAKWKGFCESNFTTKrNNKlIGaR 50 

GVI IGVIDTGI 1 PDHPSFSDVGMpPPPAKWKGvCESNFTnKCNNKl IGaR 5 0 
gviigvidtgi pdhpsfsdvgm pppakwkg cesnft k nnk ig r 
* 

SFRLSEDTPI DTDGHGTHTAS TAAG AF VKGANF FGN AM? T AVG VAPLAHM 100 

SFpLdng . P I D e nGHGTHTAS TAAG AF VKGANv FGNAiVGTAVGVAPLAH i 99 

Sy qLghg s P I DdDGHGTHTAS TAAGAF VnGANvFGNAWGTAaG VAP f AH i 100 
s 1 pid ghgthtastaagafv gan fgna ngt a gvap ah 



Seq ID 24 
Seq ID 25 
p69A (tomato) 
Consensus 



AIYKVC . SFATCSETDALAAMDAAIDDGVDIISASLGGFTNAPLHDDPIS . 149 

AIYKVCgSdgvCSdveiLpAMDvAIDDGVDIlSiSLGGtsN . Pf HnDkla 148 

AvYKVCnSd . gCadTDvLAAMDAAIDDGVDIlSiSLGGggssdfysnPIa 149 
a ykvc s c 1 amd aiddgvdi s slgg i 



Seq ID 24 
Seq ID 25 
p69A (tomato) 
Consensus 



LGAYSATEKGILASASAGNSE . FDNP VANNAP W I LTVGAS THDRKL KAT V 198 

LGAYS ATE r G I L vS c S AGNS gp Fq r t VnNdAP W I LTVGAS THDRKL KAT V 198 

LGAYSATErGILvScSAGNngpstgsVgNeAPWILTVGASTqDRKLKATV 199 
lgaysate gil s sagn v n apwiltvgast drklkatv 



Seq ID 24 
Seq ID 25 
p69A (tomato) 
Consensus 



KLGNKEEFEGESADQPKTSNSTFIALFDAGKNASD . . . . QDAPFCRSWAM 244 

KLGNKEEFEGESAyhPKTS s STFf tLFDveK . . . DgtratrAPFCipgsl 245 

KLGNrEEFEGESAyrPKiS ATST Ff ALFDAGKNASD . . . ef etPyCRSgsl 246 
klgn eefegesa pk s stf lfd k d p c 



Seq ID 24 
Seq ID 25 
p69A (tomato) 
Consensus 



TDPAIKGKIVLCQKDPSSLTSSQGRNVKDAGGVGMILINNPEDGVTKSAT 2 94 

TD P s I rGKI VvC 1 vgggvr TvdkGqvVKDAGGVGM I L INNPEDGVTKS Ae 2 95 

TDPv I rGKI Vi C 1 agggvprvdkGqaVKDAGGVGMI i INqqr sGVTKSAd 2 96 
tdp i gkiv c g vkdaggvgmi in gvtksa 



Seq ID 24 
Seq ID 25 
p69A (tomato) 
Consensus 

Seq ID 24 
Seq ID 25 
p69A (tomato) 
Consensus 



AHVLPALDVSHEEGEKIKAYINSTSNPIAAITFQGTVIGDKNAPIVASFS 
AHVLPALDVSdadGkKIlAYINSTSNPvAAITFhGTVlGDKNAPIVASFS 
AHViPALDiSdadGtKIlAYmiVSTSNPvAt ITFQGTilGDKNAPIVAaFS 
ahv paid s g ki ay nstsnp a itf gt gdknapiva fs 

* 

ARGPSRANPGILKPDIIGPGVNILAAWPTTVNIPNKNTNSGFNIISGTSM 
sRGPSeAsrGILKPDIIGPGVNvLAAWPTsVdn . NKNTkStFNIISGTSM 
sRGPSgAsiGILKPDIIGPGVNILAAWPTsVdd . NKNTkStFNIISGTSM 
rgps a gilkpdiigpgvn laawpt v nknt s fniisgtsm 
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Seq ID 24 SCPH 

Seq ID 25 SCPH 

p69A (tomato) SCPH 
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Figure 11 A 



Seq_ID_4 0 0 

Seq_ID_3 9 0 

Seq_ID_25 0 

P69D mgf lkillif if csf lrpsiqsdletyivhvespenqistqssltdlesyy 51 

P69A mgf lkillvf if csf pwptiqsnletylvhvespeslistqssltdldsyy 51 

P69C mgf f kilfvf if csf pwptiqsdletyivhvespeslittqssltdldsyy 51 

P69B mgllkillvf if csf qwptiqsnletyivhvespeslvttqslltdlgsyy 51 

Seq_ID_24 0 

CUSSP mssslif klf f f slf f snrlasrldsdddgkniyivymgrkledpd 46 

Seq_ID_19 0 

Seq_ID_18 ancitmyf llltillltlnpltmaesetyiihmdlsampkaf sshqnwylttl 53 

Seq_ID_20 0 

SBT4 .mgsrniwfpyspylvlf swalsahlylaiaqrstyivhldkslmpnvf tdhhhwhssti 5 9 

SBT3 mell .hlllf swalsahlf lalaqrstyivhldkslmpnvf tdhhhwhssti 51 

AG12 .mklyngiclpylf If asciclalhasstsmekstyivhmdkshmpkaf tshhnwyssiv 59 

AIR3 mklthnf sf llllllvhmsskhilaskdsssywyf gahshvgeitedamdr 52 

Seq_ID_21 vfpf f f iiisf cltpvtisvqsdghetf iihvsksdkprvf tthhhwyssii 52 

Seq_ID_22 . . . . ptrpvfpfff iiisf cltpvtisvqsdghetf iihvsksdkprvf tthhhwyssii 56 

Seq_ID_23 lssssssf sllif f f lnslvisvqldghktf ivhvskshkphif ttrqhwyssil 55 

MDC16 . 21 maklslssif fvfplllcf f . sp. sss . ssdglesyivhvqrshkpslf sshnnwhvsll 57 

Seq_ID_27 marpgg .mvlstlf lml . f . . . hvf vhagqnqkktyiiymdksnipadf ddhtlwydssl 55 

SBT1 merlrl .mf llilmwl . f . . . hvf vdarqnqkktyiihmdkf nmpadf ddhtqwydssl 55 

ARA12 msssf lsstaf f lllclgf c . .hvs . ssssdqg . tyivhmaksqmpssf dlhsnwydssl 56 

SeCLlD_26 h 1 

SBT2 . . . .magmllkcmf f f vsvclainlakcspntkktyiiqmdkwakpdvf vdhvqwysslv 56 

Seq_ID_28 0 

F22M8 .3 mf f rsf ivf f f lif fasnvssrkqtyvihtvttstkhi 38 

Seq_ID_29 0 

Consensus t i h s 60 

Seq_ID_40 G. 1 

Seq_ID_3 9 G . 1 

Seq_ID_25 G. 1 

P69D lsf lpktttaisssgdeeaas .miysyhnvmkgf aarltaaqvkemekkhgfvsaqkqri 110 

P69A lsf lpktttaisssgneeaat .miysyhnvmtgf aarltaeqvkemekihgfvsaqkqrt 110 

P69C lsf lpkttttisssgneeaat .miysyhnvmtgf aarltaeqvkemekkhgf vsaqkqri 110 

P69B lsf lpktattisssgneeaat .miysyhnvmtgf aarltaeqvkemekkhgf vsaqkqri 110 

Seq_ID_24 0 

CUSSP sahlhhramleqwgstf apesvlhtykrsf ngf avklteeeaekiasmegwsvf Inem 106 

Seq_ID_19 0 

Seq_ID_18 asvsgssslgtesnrnsf sssklvyaytnaihgf satlspselqviknspgylsstkdmt 113 

Seq_ID_20 tprptrxptrpptrplspseykaiknslgyvssmedrt 38 

SBT4 dsikasvps.. . svdrf hsapklvysydhvf hgf savlskdelaalkkspgf isaykdrt 116 

SBT3 dsikasvps. . . svdrf hsapklvysydnvlhgf savlskdelaalkklpgf isaykdrt 108 

AG12 dclnsekp ttssf vytynhvlhgf saslshqeldtlrespgf vsayrdrn 109 

AIR3 vkethydf lgsf tgsreratdaif ysytkhingf aahldhdlayeiskhpewsvf pnka 112 

Seq_ID_21 rsvs qhpskilytyeraavgf sari taaqadqlrripgvisvlpdev 99 

Seq_ID_22 rsvs qhpskilytyeraavgf sarltaaqadqlrripgvisvlpdev 103 

Seq_ID_23 rsvssss qhsakilysydyaargf sarltsgqadrlrrmpgwswpdra 105 

MDC16.21 rslpssp q . patllysysravhgf sarlspiqtaalrrhpsvisvipdqa 106 

Seq_ID_27 ksvs kganmlytynnvihgystqltadeaksleqqpgilsvheevr 101 

SBT1 ksvs ksanmlytynsvihgystqltadeakalaqqpgillvheevi 101 

ARA12 rsis dsaellytyenaihgf strltqeeadslmtqpgvisvlpehr 102 

Seq_IDJ26 1 

SBT2 ksvlpstte.. . vektgdgeerilysyqtaf hgvaaqlseeevkklqerngvlavf peik 113 

Seq_ID_2 8 0 

F22M8 . 3 vtslf nslqtenindddf slpeihyiyenamsgf satltddqldtvkntkgf isaypdel 98 

Seq_ID_2 9 0 

Consensus s yygfal gs 120 
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Figure 11B 



VI IGVIDTGI VPDHP . SFSDVGMPPP 

VI IGVIDTGIVPDHP . SFSDVGMPPP 

VI IGVIDTGI VPDHP. SFSDVGMPPP 

f slhtthtpsf lglqqnmgl wkdsnfgvgVI IGVIDTGI 1 PDHP . SFSDVGMPPP 

Isldtthtssf lglqqnmgv wkdsnygkgVI IGVIDTGI 1 PDHP . SFSDVGMPPP 

lslhtthtpsf lglqqnmgl wkdsnygkgVI IGVIDTGIVPDHP . SISDVGMPsP 

lslhtthtpsf lglqqnmgv wkdsnygkgVI IGVIDTGI iPDHP . SFSDVGMPPP 

gVI IGVIDTGI f PDHP . SFSDVGMsPP 

nelhttrswdf lgf pltvpr r . . sqvesniwGVlDTGIwPesP . SFdDeGf sPP 

v stqsaitagDdGisev 

vkid tthtsqf lgl nsdsga wpksdygkdVIvGlvDTGIwPesk . SynDnGMtev 

vkiht t hs shf lgl s smyg s wpksnygkgVI IGVvDTGvwPe ik . S FdDdGMsqv 

vepdttytf gylklnpsygl wpasglgqdml IGVlDsGIwPesasf qdD . GiPei 

vephtthtsdf lklnpssgl wpasglgqdVIvaVlDsGIwPesasf qdD.GMPei 

atldtthtprf lslnptggl wpasnygedVIIGVIDsGvwPesdsf kdDgmtaqv 

lklhttrswdf lglehnsyvpsssiwrkarfgedtllanlDTGvwPesk . SFrDeGlgPi 
rhlhtthtptf lgla. .dsf . . .glwpnsdyaddVIvGVlDTGIwPerP . SFSDeGlstv 
rhlhtthtptf lgla. .dsf. . .glwpnsdyaddVIvGVlDTGIwPerP . SFSDeGlstv 
rqlhtthtptf lgla. .dsf. . .glwpnsdyaddVIvGVlDTGIwPerP . SFSDgGlsav 

. glwsnsnygedVIvGVlDTGIwPeHP . SFSDsGlgPi 
.sfflqaetrseVIIGVlDTGvwPesk.SFdDtGlgPv 
. sf f pqtearseVI IGVlDTGvwPesk . SFdDtGlgqv 
. dlf peagsysdVwGVlDTGvwPesk . SySDeGf gPi 



reihtthtpaf lgf s . .qns. 
yelhttrsptf lglegresk. 
yelhttrsptf lglegresr . 
yelhttrtplf lgld . ehta . 



yqlhttrsplf lgldredss . . 


.klwadrlsdhnVIvGVlDTGIwPesP . SFnDsGMtsv 


Islhttyshef lglefgig. . . 


.lwnetslssdVIIGlvDTGIsPeH.vSFrDthMtPv 
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w s 
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PAKWKGFCES. . . NFTTKCNNKLIGARSFPLDNG PIDENGHGTH 

PAKWKGFCES. . . NFTTKCNNKLIGARSFPLDNG PIDENGHGTH 

PAKWKGFCES. . . NFTTKrNNKLIGARSFPLDNG PIDENGHGTH 

PAKWKGvCES. . . NFTTKCNNKLIGARSyqLgNGs PIDdNGHGTH 

PAKWKGvCES. . . NFTnKCNNKLIGARSyqLghGs PIDddGHGTH 

PAKWKGvCES. . . NFTnKCNNKLIGARSyqLaNGs PIDddGHGTH 

PAKWKGvCES. . . NFTnKCNNKLIGARSyqLgNGs PIDsiGHGTH 

PAKWKGFCES. . . NFTTKCNNKilGlRSFrLsedt PIDtdGHGTH 

PpKWKGtCEt. . .snnfrCNrKilGARSyhigrpispg dvng P r D t NGHGTH 

PsrWKGeCESgtefnsslCNkKLIGARyFnkgllannpn. . . . InismnssrDtdGHGTH 
PsrWKGeCESgtqf nsslCNkKLIGARyFnkgliannpn. . . . itismnsarDtdGHGTH 
PsrWKGiCqtgtqfnsslCNkKLIGARyFnkgllskvkn. . . . ItiminsarDteGHGTH 
PkrWKGiCnpgtqfnTsmCNrKLIGAnyFnkgllaedpn. . . . InismnsarDtNGHGTH 
PkrWKGiCkpgtqfnasmCNrKLIGAnyFnkgilandpt . . . . vnitmnsarDtdGHGTH 
PArWKGiCsr . egf nssmCNsKLIGARyFnngimaaipn. . . . atf smnsarDtlGHGTH 
PsrWKGiCqn.qkdaTfhCNrKLIGARyFnkgyaaavgh. . . . lnssf dsPrDldGHGsH 
PssWKGkCvtgpdf peTsCNkKilGAqmFykgyeakh . g . pmdeskesksPrDteGHGTx 
PssWKGkCvtgpdf peTsCNkKilGAqmFykgyeakh . g . pmdeskesksPrDteGHGTH 
PsgWKGkCEtgldfpaTsCNrKilGARlFykgyeadr .gspideskesksPrDteGHGTH 
PstWKGeCEigpdfpassCNrKLIGARaFyrgyltqrngtkkhaakesrsPrDteGHGTH 
PmsWKGeCqigknf kassCNrKLIGARf Fsqgyeaafga. . idettesksPrDddGHGTH 
PAsWKGkCqtgknf dassCNrKLIGARf Fsqgyeaafga. . idetiesksPrDdeGHGTH 
PssWKGgCEagtnf taslCNrKLIGARf Fargyestmgp. . ideskesrsPrDddGHGTH 

PshWKGvCEtgrgf ekhhCskKivGARvFf rgyeaasgk. . inergefksa r DqdGHGTH 

PsrWrGsCdegtnf ssseCNkKilGAsaFykgyesivgkin . . ettdfrst r Da qGHGTH 

p wkg ce g f cn kligar f g sprd gHgth 
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JAM 2 7 2BS5 S 

Figure 1 1 C 

Seq_ID_40 TASTAAGAFVKGANVFGNANGTAVGVAPLAYIAIYKVCGSDGV. . .CSDVEILAAMDVAI 124 

Seq_ID_39 TASTAAGAFVKGANVFGNANGTAVGVAPLAYIAIYKVCGSDGV . . .CSDVEILAAMDVAI 124 

Seq_ID_25 TASTAAGAFVKGANVFGNANGTAVGVAPLAhlAIYKVCGSDGV. . . CSDVEILpAMDVAI 124 

P69D TAg TAAGAFVKGvN i FGNANGTAVGVAPLAh I AvYKVC s S DGg . . . CSDsdlLAAMDaAI 263 

P69A TASTAAGAFVnGANVFGNANGTAaGVAPf AhlAvYKVCnSDG . . . . CaDtdvLAAMDaAI 262 

P69C TASTAAGAFVnGANVFGNANGTAVGVAPLAhlAIYKVCsSDG . . . .CSDsdlLAAMDaAI 262 

P69B TASTAAGAFVKGANVyGNAdGTAVGVAPLAhlAIYKVCnSvG. . . . CSesdvLAAMDsAI 262 

Seq_ID_24 TASTAAGAFVKGANf FGNANGTAVGVAPLAhmAI YKVCsf at . . . . CSetdaLAAMDaAI 124 

CUSSP ~ TASTAAGglVsqANlyGlglGTArGgvPLArlAaYKVCwnDG . . . . CSDtdlLAAyDdAI 263 

SecLlD_19 TsSTAAGsyVeGAsy FGyAtGTAiGiAPk AhvAmYKalwe . eg . . . vylsdvLAAiDqAI 129 

Seq_ID_18 TsSTAAGshVesAsyFGyArGsAtGmAPkAhvAmYKalwe . eg . . . tmlsdILAAiDqAI 279 

Seq_ID_20 TsSTAAGslVKGAsyFGyApGf AiGVAPmAhvAvYKalwdgag . . . t . isdILAAlDqAI 204 

SBT4 sASiAAGnFaKGvshFGyAqGTArGVAPqArlAvYKf sf r . eg . . . sltsdliAAMDqAv 282 

SBT3 cASitAGnFaKGvshFGyApGTArGVAPrArlAvYKf sfn.eg. . . tf tsdliAAMDqAv 274 

AG12 TASTAAGnyVnGAsyFGygkGTArGiAPrArvAvYKVtwp . eg . . . rytsdvLAgiDqAI 275 

AIR3 Tl STAAGdFVpGvs i FGqgNGTAkGgs PrArvAaYKVCwppvkgneCyDadvLAAf DaAI 286 

Seq_ID_21 TASTAAGslVariAsfyqyAkGeArGmAikArlAaYKiCwknG. . . . Cf nsdILAAMDqAv 267 

Seq_ID_22 TASTAAGslVanAsf yqyAk . . . . GmAikArlAaYKiCwknG . . . . Cf nsdILAAMDqAv 267 

Seq_ID_23 TASTAAGsvVanAs f FqyAkGeArGmAvkAr I AaYKiCwktG . . . . Cf DsdILAAMDqAv 274 

MDC16 .21 TASTAAGsvVanAslyqyArGTAtGmAskArlAaYKiCwtgG Cy D s d I LAAMDqAv 276 

Seq_ID_27 TAtTAAGsvVtGAslFGyAaGTArGmAshArvAaYKVCwagG Cf ssdILAgMDqAv 271 

SBT1 TAtTAAGsvVtGAsllGyAtGTArGmAshArvAaYKVCwtgG Cf ssdILAgMDqAv 271 

ARA12 TsSTAAGsvVeGAsllGyAsGTArGmAPrArvAvYKVCwlgG Cf ssdlLAAiDkAI 271 

Seq_ID_26 1 

SBT2 TAgTvAGsvVrGANllGyAyGTArGmAPgArvAaYKVCwvgG Cf ssdILsAvDqAv 283 

Seq_ID_28 0 

F22M8 . 3 TASTAAGdiVpkANyFGqAkGlAsGtnrf tsrIAaYKaCwalG . . . . CastdviAAiDrAI 266 

Seq_ID_2 9 0 

Consensus tastaag v gas fgya gta g ap aria ykvcw g c sdilaamd ai 300 

Seq_ID_4 0 DDGVDILSISLGG . TS . NPFHNDKIALGAYSATERGILVSCSAGNSGPFQRTVDNDAPWI 182 

Seq_ID_39 DDGVDILSISLGG. TS . NPFHNDKIALGAYSATERGILVSCSAGNSGPFQRTVDNDAPWI 182 

Seq_ID_25 DDGVDILSISLGG. TS . NPFHNDKIALGAYSATERGILVSCSAGNSGPFQRTVnNDAPWI 182 

P69D DDGVDILSISLGG. St . kPFHdDglALGtYSATERGIfVSaSAGNSGPslgTVaNeAPWI 321 

P69A DDGVDILSISLGG. ggssdFysnpIALGAYSATERGILVSCSAGNnGPstgsVgNeAPWI 321 

P69C DDGVDILSISLGG. sp. iPlyeDsIAmGAYSATERGILVSCSAGNdGhsmgsVDNsAPWI 320 

P69B DDGVDILSmSLsG.gp. iPFHrDnlAiGAYSATERGILVSCSAGNSGPsf iTavNtAPWI 32 0 

Seq_ID_24 DDGVDI iSaSLGG . f tnaPlHdDpIsLGAYSATEkGILaSaSAGNS . eFdnpVaNnAPWI 182 

CUSSP aDGVDIiSlSvGG.anprhyfvDalAiGsfhAvERGILtSnSAGNgGPnf fTtaslsPWl 322 

Seq_ID_19 tDGVDvLSlSLG. . idaiPlHeDpvAiaAf aAlEkGIf VStSAGNeGPyyeTlhNgtPWv 187 

Seq_ID_18 eDGVDIiSlSLG . . iddlalyeDpvAiatf aAmEkdlf VStSAGNeGPddqalhNgtPWv 337 

Seq_ID_20 aDGcDILSlSfGa.vSpfPlyiDpIsiasfSAmEkGIfVSvSAGNeGPFdqslsNeAPWf 263 

SBT4 aDGVDmiSISf s . . nrf iPlyeDalsiasf gAmmkGvLVSaSAGNrGhswgTVgNgsPWI 340 

SBT3 aDGVDmiSISyG. . yrf iPlyeDalsiasfgAmmkGvLVSaSAGNrGPgigslnNgsPWI 33 2 

AG12 aDGVDviSISLG . . ydgvPlyeDpIAiasf aAmEkGwVStSAGNaGPFf gnmhNgiPWv 333 

AIR3 hDGaDviSvSLGG. ep . tsFf NDsvAiGsf hAakkrlvWCSAGNSGPadsTVsNvAPWq 344 

Seq_ID_2 1 DDGVhviSlSvGangyaphylyDs I AiGAf gAsEhGvLVSCSAGNSGPgayTavNi APWm 32 7 

Seq_ID_22 DDGVhviSlSvGangyaphylyDsIAiGAfgAsEhGvLVSCSAGNSGPgayTavNiAPWm 327 

Seq_ID_23 aDGVhviSlSvGadgyapeydaDsIAiGAfgAsEhGwVSCSAGNSGPgasTavNvAPWI 334 

MDC16 .21 aDGVhviSlSvGasgSapeyHtDsIAiGAf gATrhGIvVSCSAGNSGPnpeTatNiAPWI 336 

Seq_ID_27 iDGVnvLSlSLG . . gtisdyyrDivAiGgf SAasqGIf VSCSAGNgGPgsgslsNaAPWI 32 9 

SBT1 ^ iDGVnvLSlSLG . . gtisdyHrDivAiGAf SAasqGIf VSCSAGNgGPssgTlsNvAPWI 329 

ARA12 aDnVnvLSmSLG . . ggmsdyyrDgvAiGAf aAmERGILVSCSAGNaGPsssslsNvAPWI 329 

Seq_ID_26 1 

SBT2 aDGVn I LS I S LG . .ggvssynrDslsiaAf gAmEkGvf VSCSAGNgGPdpisltNvsPWI 341 

Seq_ID_28 0 

F22M8.3 lDGVDviSlSLGG . . SsrPFyvDpIAiagf gAmqknlfVSCSAGNSGPtasTVsNgAPWl 324 

Seq_ID_2 9 0 

Consensus dgvd s slg d iaigaf a e gi vscsagn gp t n apwi 360 
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. . . . sgqtgsitwvekngnrsvrspivltttvdlwgaed 


779 


SBT3 


yigdegq. 


. . . . srnvgsitwveqngnhsvrspivtspiievw 


761 


AG12 


nf trdtk. 


. . rkdisf gal vwanengkhmvrspiwspl rind 


761 


AIR3 


kskgn. . . 




772 


Seq_ID_21 


skks .gdlqmvkgiesafgsiewsdgihnvrspiavrwrhysdaasm 


770 


Seq_ID_22 


skks .gdlqmvkgiesaf gsiewsdgihnvrspiavrwrhysdaasm 


770 


Seq_ID_23 


sngsvg . lervkglesafgsiewsdgihsvrspiavhwllhsatesq 


775 


MDC16.21 


swlgggvgsvpghe . . f gsiewtdgehwkspvavqwgqgs . vqsf 


111 


Seq_ID_27 


a . ss . . . . 


. kpsgtts . f arlewsdgqhwaspiaf swt 


766 


SBT1 


a . ts . . . . 


. kpsgtts . f arlewsdgqhwaspiaf swt 


766 


ARA12 


vdss 




757 


Seq_ID_26 






166 


SBT2 


tvsr . . . . 




775 


Seq_ID_28 


tttn 




350 


F22M8.3 






756 


Seq_ID_2 9 


shhif nss . rkiaeqmaf gsiswesekhnvrspf avmwvqqnf nnsrlykit 


181 


Consensus 




g w g h vrspia 


840 



1 2 3 
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Figure 16AA 



Sec^IDJL7 0 

Seq_ID_7 0 

Seq_ID_ll 0 

Seq_IDJL4 0 

Seq_ID_15 0 

Seq_ID_4 0 

Seq_ID_3 0 

Seq_ID_10 gctagcacccaaccccctctctaccaaaggaaagaaactcttccctttcagtagagaact 60 

Seq_ID_5 0 

Seq_ID_8 0 

Seq_ID_16 0 

Seq_ID_13 0 

Seq_ID_12 0 

Seq__ID_9 0 

Seq_ID_6 0 

Consensus 

Seq_ID_17 GGCCAATTGTATTACTATGTATTTCTTGCTCCTTACTATCTTATTACTTACTCTAAATCC 60 

Seq_ID_7 ' 0 

Seq_ID_ll 0 

Seq_ID_14 : 0 

Seq_ID_15 0 

Seq_ID_4 0 

Seq_ID_3 0 

Seq_ID_10 tcCattTTcTggTtaccTGacacTgagaacCgcaAaaAgaTggcaAgaccCgggggcatg 12 0 

Seq_ID_5 ccCacGCgtCcggtTtTtccATTctTTttcaTtAtTa . 3 7 

Seq_ID_8 gtTtTtccATTctTTttcaTtAtTa. 2 5 

Seq_ID_16 CacttTCtTcgtctTCTTcTTctTTctcCctctTaa 36 

Seq_ID_13 0 

Seq_ID_12 0 

Seq_ID_9 0 

Seq_ID_6 0 

Consensus 

Seq_ID_l 7 ATTAACTATGGCAGAGTCAGAAACTTATATCATCCATATGGACTTATCAGCCATGCCTAA 12 0 

Seq_ID_7 0 

Seq_ID_ll 0 

Seq_IDJL4 0 

Seq_ID_15 G 1 

Seq_ID_4 0 

Seq__ID_3 0 

Seq_ID_10 gTTcttTcaacactAtTCctAAtgTTgTtTCATgtgTtTGttCaTgcagGCCAgaaCcAg 180 

Seq_ID_5 tcTcttTcTGcCtcAcTCcGgtgaccATtTCcgtCcaATccgaTggTCAtgaAacttTcA 97 

Seq_ID_8 tcTcttTcTGcCtcAcTCcGgtgaccATtTCcgtCcaATccgaTggTCAtgaAacttTcA 85 

Seq_ID_16 tcTtctTcTttCtcAactctttAgTaATtTCAgtCcaATtGgacggTCAtaaAacttTcA 96 

Seq_ID_13 0 

Seq_ID_12 0 

Seq_ID_9 0 

Seq__ID_6 0 

Consensus 




Figure 16AB 

Seq_ID_17 AGCTTTTTCTAGCCATCAGAATTGGTACTTGACCACTCTTGCTTCTGTATCAGGTAGTTC 

Seq_ID_7 

Seq_ID_ll 

Seq_ID_14 

Seq_ID_15 

Seq_ID_4 

Seq_ID_3 

Seq_ID_10 AaaaagactTAcatAatttAcaTGGacaagtcCaACatacctgctgaTtTtgatgAtcaC 

Seq_ID_5 tcaTTcacgTttCCAaatccgaTaagcCccGtgtttTCaccaccCaccAcCAttggtact 

Seq__ID_8 tcaTTcacgTttCCAaatccgaTaagcCccGtgtttTCaccaccCaccAcCAttggtact 

Seq_ID_16 tagTacacgTgtCCAaatcccaTaagcCccacatctTtactaccCgccAaCAttggtact 

Seq_ID_13 

Seq_ID_12 

Seq_ID_9 

Seq_ID_6 

Consensus 

Seq_ID_l 7 AAGTCTTGGAACTGAAAGTAATAGAAATTCCTTTTCCTCATCAAAACTA . . GTATATGCT 

Seq_ID_7 

Seq_ID_ll ACcc. .cTcgAccna 

Seq_ID_14 

Seq_ID_15 

Seq_ID_4 

SecLlD_3 

Seq_ID_10 ActctgTGGtAtgactcaTctTtaAAgTcagTaTcCaaaggCgccAacAtgcTtTAcaCc 

Seq_ID_5 cctcCaTcatcCgatccGT ttcccaaCaCccttctAaaAtccTcTAcaCc 

Seq_ID_8 cctcCaTcatcCgatccGT ttcccaaCaCccttctAaaAtccTcTAcaCc 

Seq_ID_16 cctcCaTcctcCgatcAGTctcttct . TcttcccaaCaCtctgccAaaAtccTtTActCT 

Seq_ID_13 

Seq_ID_12 , 

Seq_ID_9 

Seq_ID_6 

Consensus 

Seq_ID_17 TACACTAACGCTATTCATGGTTTTAGTGCAACTCTTTCTCCTTCTGAGCTACAAGTTATA 

Seq_ID_7 

Seq__ID_ll cgCgncngC . CcAcgCgTccgcccAcgcgtcCgCTTTCTCCTTCcGAGtacaAAGccATc 

Seq_ID_14 

Seq_ID_15 

Seq_ID_4 

Seq_ID_3 

Seq_ID_10 T AC Aa c AAt G t c ATc CATGGc Ta c t c aa C Ac ag CTa aCag CTg aTGAag c c a AA t c Tc T t 

Seq_ID_5 TAtgaacgtGCcgccgtgGGcTTctcTGCAcgcCTcaCagCcgCTcAGgccgAtcagcTc 

Seq_ID_8 TAtgaacgtGCcgccgtgGGcTTctcTGCAcgcCTcaCagCcgCTcAGgccgAtcagcTc 

Seq_ID_16 TACgaTtAtGCTgccCgTGGTTTctcTGCccgTCTcaCTtCcgggcAGgctgAccggcTc . 

Seq_ID_13 

Seq_ID_12 

Seq_ID_9 

Seq_ID_6 

Consensus 



180 
0 
0 
0 

1 

0 
0 

240 
157 
145 
156 
0 
0 
0 
0 



238 
0 
13 
0 
1 
0 
0 

300 
207 
195 
215 
0 
0 
0 
0 



298 
0 
72 
0 
1 
0 
0 

360 
267 
255 
275 
0 
0 
0 
0 




Figure 16 AC 



Seq_ID_l 7 AAAAATTCTCCAGGCTATCTTTCTTCAACTAAGGACATGACAGTTAAAATTGACACGACA 35 8 

Seq_ID_7 0 

Seq_ID_ll AAgAATTCTCtAGGgTATgTTTCTTCgAtggAGGACAgGACAGTTAAAATTcACACGACc 132 

Seq_ID_14 0 

Seq_ID_15 1 

Seq_ID_4 0 

Seq_ID_3 0 

Seq_ID_10 gAAcAgcaaCCtGGaatTCTcTCggtccaTgAGGAagTGAgAtacgAgcTTcAtACcACt 420 

Seq_ID_5 cgccgTatTCCcGGtgtaaTcTCcgtcctTcccGACgaagtAcgccAtcTccACACcACc 32 7 

Seq_ID_8 cgccgTatTCCcGGtgtaaTcTCcgtcctTcccGACgaagtAcgccAtcTccACACcACc 315 

Seq_ID_16 cgccgcatgCCtGGCgtggTcTCcgtcgtacctGACcgtgCAcgTcAgcTTcACACcACt 335 

Seq_ID_13 0 

Seq_ID_12 0 

Seq_ID_9 0 

Seq_ID_6 0 

Consensus 

Seq_ID_l 7 CACACGTCTCAATTCCTTGGCCTAAATTCCGATTCTGGTGCATGG . . CCAAAGTCAGACT 416 

Seq_ID_7 0 

Seq_ID_ll CAttCaTCcCAtTTCCTTGGCCTAAgcTCaatgTaTGGTtCATGG . . CCAAAGTCAaACT 190 

Seq_ID_14 0 

Seq_ID_15 1 

Seq_ID_4 0 

Seq_ID_3 0 

Seq_ID_10 CgatCccCTacATTtCTgGGaCTtgAaggacgTgaaaGTaaATcattCtttctTCAagCT 480 

Seq_ID_5 CAtACccCTaccTTCtTgGGaCTtgcTgaCtcTTtcGGccttTGG . . CCcAAcTCcGAtT 385 

Seq_ID_8 CAtACccCTaccTTCtTgGGaCTtgcTgaCtcTTtcGGccttTGG . . CCcAAcTCcGAtT 3 73 

Seq_ID_16 CACACacCgaccTTCtTaGGCCTcgcagattcaTtTGGgcttTGG. .CCcAAcTCcGAtT 393 

Seq_ID_13 0 

Seq_ID_12 ctCcgAtcgaaatcctaaGTctAaattgCCAAgtTtgctag 41 

SecLlD_9 0 

Seq_ID_6 0 

Consensus 

Seq_ID_l 7 ATGGCAAA .... GATGTTATAGTTGGATTAGTTGACACA . GGGATTTGGCCAGAGAGTAA 471 

Seq_ID_7 t . GGtATcaacgCAGAGtGccA ' 21 

Seq_ID_ll ATGGCAAA. . . . GgTGTTATcaTTGGtgTAGTTGAtACA . GGGgTTTGGCCAGAGAtTAA 245 

Seq_ID_14 GgcGTgATtaTcGGAgTtaTaGACACt . GGaATTgttCCtGAccaTcc 4 7 

Seq_ID_15 GgcGTgATtaTcGGAgTtaTaGACACt . GGaATTgttCCtGAccaTcc 4 8 

Seq_ID_4 GgcGTgATtaTcGGAgTtaTaGACACt .GGaATTgttCCtGAccaTcc 47 

Seq_ID_3 GgcGTgATtaTcGGAgTtaTaGACACt . GGaATTTtcCCtGAccaTcc 4 7 

Seq_ID_10 gaaaCAAggagtGAgGTcATtaTTGGtgTgcTgGACACt . GGtgTTTGGCCtGAatcaAA 53 9 

Seq_ID_5 AcGctgAt. . . . GATGTcATcGTcGGAgTtcTgGACACg . GGtATaTGGCCgGAaAGacc 440 

Seq_ID_8 AcGctgAt. . . . GATGTcATcGTcGGAgTtcTgGACACg . GGtATaTGGCCgGAaAGacc 428 

Seq_ID_16 AcGctgAt. . . . GAcGTcATcGTcGGggTgcTcGACACg . GGcATTTGGCCcGAaAGgcc 448 

Seq_ID_13 0 

Seq_ID_12 AgccagAAatctctcaagtgcccaGaAgcctTgagCgCgaGGtgccTGGCCttAatcagA 101 

Seq_ID_9 0 

Seq_ID_6 0 

Consensus g gt at t ggagt t gacac gg attt cc ga c 

Conserved Region A 



Figure 16 AD 



Seq_ID_17 

Seq_IDJ7 

Seq_ID_ll 

Seq_ID_14 

Seq_ID_15 

Seq_ID_4 

Seq_ID_3 

Seq_ID_10 

Seq_ID_5 

Seq_ID_8 . 

Seq_ID_16 

Seq_ID_13 

Seq_ID_12 

Seq_ID_9 

Seq_ID_6 

Consensus 



Seq_ID_17 

Seq_ID_7 

Seq_IDJLl 

Seq_ID_14 

Seq_ID_15 

Seq_ID_4 

Seq_ID_3 

Seq_ID_10 

Seq_ID_5 

Seq_ID_8 

Seq_ID_16 

Seq_ID_13 

Seq_ID_12 

Seq_ID_9 

Seq_ID_6 

Consensus 

Seq_ID_17 

Seq_ID_7 

Seq_ID_ll 

Seq_ID_14 

Seq_ID_15 

Seq_ID_4 

Seq_ID_3 

Seq_ID_10 

SecLlD_5 

Seq_ID_8 

Seq_ID_16 

Seq_ID_13 

Seq_ID_12 

Seq_ID_9 

Seq_ID_6 

Consensus 



AAGCTAT . AATGATAATGGGATGACTGAAGTTCCATCAAGATGGAAAGGAGAATGTGAAA 530 

ttaCggccgggGATgATGGGATtAgTGAAGTaCCATCAAGATGGAAAGGAGAATGTGAAA 81 

AAGCTtT . g ATGATgATGGGATGAgc cAAGTTCCATCAAGgTGGAAAGGAa t ATGTcAAA 3 04 

ttcaTtT . AgcGAcgtTGGGATGcCTcctccgCCtgCtAaATGGAAAGGAtttTGTGAgt 106 

1 1 C aT t T . Ag cGAc g t TGGGATGc CTcctCCgCCtg C t Aa ATGGAAAGGA 1 1 1 TGTGAg t 107 

ttcaTtT. AgcGAcgtTGGGATGcCTcctCCgCCtgCtAaATGGAAAGGAtttTGTGAgt 106 

ttcaTtT. AgcGAcgtTGGGATGtCTcccccgCCtgCtAagTGGAAAGGAtttTGTGAgt 106 

AAGtTtT . gATGAcAcTGGacTaggTccAGTcCCtatgAGcTGGAAgGGtGAgTGccAAA 5 98 

gAGtTtT . tccGAcgAgGGtcTctCTacgGTTCCtTCAAGtTGGAAAGGgaAgTGcGttA 4 99 

gAGtTtT . tccGAcgAgGGtcTctCTacgGTTCCtTCAAGtTGGAAAGGgaAgTGcGttA 4 87 

gAGCTtT . tccGAcggcGGGcTttCTGcAGTcCCtTCcgGtTGGAAAGGAaAATGcGAAA 5 07 

0 

AAGCTtT . AtTGATgAaGaatTGggaccAaTTCCATCtAagTGGAgAGGgattTaccAAA 160 

0 

0 

ttt gacg tggg t ct c tcctca tggaaagga tg ga a 

Conserved Region A 



GTGGAACTCAATTTAATTCCTCTTTATGCAACAAGAAACTCATTGGTGCGCGTTACTTCA 5 90 

GTGGtACTgAgTTcAATTCCTCTTTgTGtAACAAGAAgCTCATTGGcGCtCGTTACTTCA 141 

cTGGcACTCAgTTTAATTCtTCaTTgTGCAACAAGAAACTCATcGGaGCtCGTTACTTCA 364 

cTaa 1 1 1 cacgaccAA gTGt AACAAcAAACTCATTGGaGCcaGgTc t TTC . 156 

cTaa 1 1 1 cacgaccAA gTGt AACAAcAAACTCATTGGaGCcaGgTc t TTC . 157 

cTaatttcacgaccAA gcGtAACAAcAAACTCATTGGaGCcaGgTctTTC. 156 

ccaatttcacgacaAA gTGtAAtAAcAAgaTCATaGGactcaGgTctTTt . 156 

tTGGcAagaAcTTcAAagCaTCaagcTGtAACcgGAAACTCATTGGTGCaaGgTttTTCt 6 58 

cTGGAcCTgAtTTTccTgaaaCcTcATGtAAtAAaAAAaTCATaGGcGCtCaaatgTTtt 5 59 

cTGGAcCTgAtTTTccTgaaaCcTcATGtAAtAAaAAAaTCATaGGcGCtCaaatgTTtt 547 

cTGGgctggAcTTTccTgCaaCTTcATGtAACcgtAAAaTCATcGGTGCtCGaTtgTTtt 567 

0 

aTaattCTgAtcacAcc . . . TtTTagTGCAAaAgGAAgCTaATTGGaGCaaGgTACTTCA 217 

0 

0 

ct a aa tgtaacaa aaactcat gg gc g t ttc 



ACAAAGG CCTAATTGCCAATA . . . ATC CGAATATTACCAT CT CGATGAATTCAG 641 

AtAAAGG CCTAcTTGCCAAcA . . . ATCCaAATcTTAat ATtTCaATGAATTCt t 192 

AtAAAGG aCTAcTTtCtAAag . . . tgaaaAATcTTACCATCatGATaAATTCtG 415 

CcgcT. . .tgAc AATggtc 172 

CcgcT... tgAc AATggtc 173 

CcgcT. . .tgAc AATggtc 172 

CgAtTatCtgAa gATaCcc 175 

cacAAGGttatgaagcAgcTttCgggg . . . caattgATgagACCAcagaatccAAgTCAc 715 

ACAAAGGgtatgaagctAaacatgg . . . cccaatGgATgaatCaAaagaatcaAAaTCgc 616 

ACAAAGGgtatgaagctAaacatgg . . . cccaatGgATgaatCaAaagaatcaAAaTCgc 604 

ACAAAGGttacgaagctgaTcgtggaAgcccaattgAcgaatCtAaagaatctAAaTCgc 627 

0 

ACgAAGGatacgtgactcTaGCaAgat cTcTcAattcaagttTctAcaCAc 268 

0 

0 

aagg c t tg aa c c 




Figure 16AE 

Seq_I D_l 7 CTCGTGACACTGATGGGCATGGAACTCACACATCCTCTACAGCTGCAGGAAGTCATGTAG 701 

Seq_ID_7 CTaGaGAtACcGATGGaCATGGAACTCACACtTCtTCTACAGCTGCgGGAAGTtATGTtG 252 

Seq_ID_ll CcCGTGAtACaGAgGGaCATGGAACTCAtACtTCCTCTACAGCTGCtGGAAGTCtTGTAa ■ 475 

Seq_ID_14 Cc a t aG A t ga a a ATGGa CATGG t ACg C A t AC Ag Ca ag c AC AGCTGCAGGAg c c 1 1 TGTg a 232 

Seq_ID_15 CcataGAtgaaaATGGaCATGGtACgCAtACAgCaagcACAGCTGCAGGAgccttTGTga 233 

Seq_ID_4 Cc a t aGAt gaa a ATGGa CATGG t ACg CAt ACAg Ca ag c ACAGCTGCAGGxAg cc t 1 TGTg a 232 

SecLlD_3 Cg a t aGA t ACTGATGGa CATGG t ACaC AC AC t g C t ag c ACAGCTGC AGGAg c T 1 1 TGTg a 235 

Seq_ID_10 CaaGgGACgaTGATGGcCATGGgACaCACACtgCaaCTACAGCaGCtGGctcggtTGTAa 775 

Seq_ID_5 CaaGaGAtACTGAaGGaCATGGAACaCAtACAgCaTCaACAGCaGCtGGttcTttaGTgG 676 

Seq_ID_8 CaaGaGAtACTGAaGGaCATGGAACanAtACAgCaTCaACAGCaGCtGGttcTttaGTgG 664 

Seq_ID_16 CaaGaGAtACTGAaGGaCATGGgACTCACACtgCtTCaACtGCaGCtGGAtcTgtTGTAG 687 

Seq_ID_13 0 

Seq_ID_12 CaCGaGACACTGATGGaCATGtttCcCACACgcagTtcAagGaTcaAGtgttTCccGgta 32 8 

Seq_ID_9 0 

Seq_ID_6 ggCCatTACgGCcGggcacgtgaATcctG 2 9 

Consensus c agagatac gatggacatgg ac ca ac gc acagctgc gga ct ttgt 

Conserved Region B 



Seq_ID_17 

Seq_ID_7 

Seq_ID_ll 

SecLlD_14 

Seq_ID_15 

Seq_ID_4 

Seq_ID_3 

Seq_ID_10 

Seq_ID_5 

Seq_ID_8 

Seq_ID_16 

Seq_ID_13 

Seq_ID_12 

Seq_ID_9 

Seq_ID_6 

Consensus 



AATCTGCATCTTATTTTGGCTATGCGCGTGGTTCTGCTACAGGGATGGCACCAAAGGCTC 761 

AgggTGCATCTTATTTTGGCTATGCcaccGGTaCTGCTAttGGcATaGCgCCAAAGGCTC 312 

AgggTGCgTCTTATTTTGGCTATGCcCcTGGTTtTGCaAtAGGcgTcGCACCAAtGGCTC 535 

AAggTGCtaaTgtaTTTGGgaATGCcaaTGGaaCaGCagttGGtgTtGCcCCtcttGCgt 2 92 

AAggTGCtaaTgtaTTTGGgaATGCcaaTGGaaCaGCagttGGtgTtGCcCCtcttGCgt 2 93 

AAggTGCtaaTgtaTTTGGgaATGCcaaTGGaaCaGCagttGGtgTtGCcCCtcttGCgC 292 

AAggTGCcaaTTtcTTTGGtaATGCaaaTGGcaCaGCagttGGtgTtGCcCCtcttGCcC 295 

cgggaGCtagcctcTTTGGtTATGCtgcTGGcaCaGCacgtGGGATGGCttCAcAtGCaa 835 

cAaaTGCtagcTtTTaccaaTATGCcaaaGGT . ATGGCtatAAAaGCaa 724 

cAaaTGCtagcTtTTaccaaTATGCcaaaGGTgaaGCTAgAGGtATGGCtatAAAaGCaa 724 

ctaacGCtagTTtTTTTcaaTAcGCaaaaGGTgaaGCTAgAGGcATGGCtgtgAAaGCTC 74 7 

0 

tggaaa TGGaacaGCaaagGGTggatCacCAaaagTaagAgtAgcaGCTt 378 

cccaCgcgtCcgaTGGTgCaG. gACAcatAaatCcaCgAAaagct 44 

AATCgGCtatTgATccgGGCctaatatacGacaCTG. . AtAcatcaGaCtaCAtcaaCct 87 
aagr tgcta t t tttgg atgccaatggt cage gg t gc ca gc 

Conserved Region B 



Seq_ID_l 7 ATGTGGCAATGTACAAGGCTTTGTGGGAAGAAG . . . GTACAATGTTATCTGATATTCTGG 818 

Seq_ID_7 ATGTGGCt ATGTACAAGGCTcTaTGGGAAGAAG . . . GTgt AtacTTgTCTGATgTTCTtG 369 

Seq_ID_ll ATGTGGCtgTGTACAAGGCTcTcTGGGAtGggG . . . ccggtAccaTtTCTGATATTCTtG 592 

Seq_ID_14 AcaTaGCcATaTAtAAGGtaTgcgGttctGAtGgcgrtTtgttctgatgtrGAaATrtTaG 352 

Seq_ID_15 AcaTaGCcATaTAtAAGGtaTgcgGttctGAtGgcgtTtgttctgatgtTGAaATTtTaG 3 53 

Seq_ID_4 AcaTaGCcATaTAtAAGGtaTgcgGttctGAtGgcgtTtgttctgatgtTGAaATTtTac 3 52 

Seq_ID_3 AcaTGGCcATaTAt AAGGt aTgcaGt 1 1 1 Gc t a . . . cTtgtAgtgaAaCTGATgcTtTaG 352 

Seq_ID_10 gaGTGGC t gcaTAt AAaGt aTg t TGGGc t GgAG . . . GatgttTtagcagcGAcATaCTaG 892 

Seq_ID_5 gaaTaGCcgctTACAAGatTTgcTGGaAAaAtG . . . GctgttTtaatTCTGATATatTGG 781 

SeqLlD_8 gaaTaGCcgctTACAAGatTTgcTGGaAAaAtG. . .GctgttTtaatTCTGATATatTGG 781 

Seq_ID_16 gaaTaGCAgctTAtAAGatcTgtTGGaAAacAG . . .GgtgttTtgatTCTGATATTtTaG 804 

Seq_ID_13 0 

Seq_ID_12 AcagaGtttgcTggcctcCaaTtatGGgcagtG. . .GgtgctTtgatTCaGATATctTGG 435 

Seq_ID_9 gTtgacCctgGTttggtttaTgacataggGgcGcagGattAcTtcgAatTccTATgCaca 104 

Seq_ID_6 ActatGCAgctTgaActaCacaGaGaaAg-aAAtgaaacttttcacgAaCgragrrcaaaTcc 14 7 

Consensus a atagrc ta aaggtatg gq ga g g tgtt t at ctgatatttt g 
Conserved Region B 



Figure 16AF 



Seq_ID_17 

Seq_ID_7 

Seq_ID_ll 

Seq_ID_14 

Seq_ID_15 

Seq_ID_4 

Seq_ID_3 

Seq_ID_10 

Seq_ID_5 

SecLlD_8 

SeoLlD_16 

Seq_ID_13 

Seq_ID_12 

Seq_ID_9 

Seq_ID_6 

Consensus 

Seq_ID_17 

Seq_ID_7 

Seq_ID_ll 

Seq_ID_14 

Seq_ID_15 

Seq_ID_4 

Seq_ID_3 

Seq_ID_10 

Seq_ID_5 

Seq_ID_8 

Seq_ID_16 

Seq_ID_13 

Seq_ID_12 

Seq_ID_9 

Seq_ID_6 

Consensus 

Seq_ID_17 

Seq_ID_7 

Seq_ID_ll 

Seq_IDJL4 

Seq_ID_15 

Seq_ID_4 

Seq_ID_3 

Seq_ID_10 

Seq_ID_5 

Seq_ID_8 

Seq_ID_16 

Seq_ID_13 

Seq_ID_12 

Seq_ID_9 

Seq_ID_6 

Consensus 



CTGCAATTGATCAGGCAATTGAGGATGGAGT . 
CTGCAATTGATCAaGCAATTacaGATGGtGT . 
CTGCAt TgGATCAGGCAATTGcGGATGGt tg . 
CTGCgATgGATgtaGCtATTGA tGATGGcGT . 
CTGCg ATg G ATg t aGC t ATTG A t GATGGcGT . 
CTGCgATgGATgtaGCtATTGA tGATGGcGT . 
CTGCcATgGATgcaGCtATaGAtGATGGtGT . 
CaGggATgGATCAGGCcgTcataGATGGtGT . 
CTGCcATgGATCAaGCtgTTGAtGATGGtGT . 
CTGCcATgGATCAaGCtgTTGAtGATGGtGT . 
CTGCAATgGATCAaGCtgTTGctGATGGAGT . 



. GGATATAATATCCTTATCATTAGGCAT 
. GGATgTctTATCCTTgTCgTTAGGCAT 
. t GATATC t TATCCTTgTC ATT t GGCg C 
. a GAT A Tt c TA TCaaTATCccTt GG tgg 
. aGATATtcTATCaaTATCccTtGGtgg 
. aGATATtcTATCaaTATCccTtGGtgg 
. aGATATcATtTCCgcATCtcTAGGCgg 
. aaATgTAcTcTCacTgTCccTtGGtgg 
. GcATgTgATcTCacTtTCtgTtGGggc 
. GcATgTgATcTCacTtTCtgTtGGggc 
. tcAcgTgATtTCtcTtTCcgTtGGCgc 



t TGC 1 1 TTGAT 1 1 GG t AATTGA t GATGGcGT . . GGAcgTgcTtTCagTcTCAcTtGGagg 
CaaCAAcTcAgCccttcAcaGctaAcaGttTttGGAaAgttctcCaacAgaAcTtGcCAT 
tTGCtcggGtTttactggaTctccActtgaTcttaActatccATCacTtTCtgTtatgtT 

ctgc atggatc age attgatgatgg gt gat t t tea t tc ttgg g 



AGATGATC . . . TTGCTTTATATG - 
AGAcGcga . . . TTcCacTAcAcG . 
AGtTtcTCcatTccCTcTATATa . 
AacTagTaa . . . TcCgTTccATa . 



. AGGATCCGGTAGCTATTGCCACATTTGCA 
. AaGATCCtGTgGCaATTGCCgCATTTGCt 
. taGATCCtaTctCTATTGCttCATTTtCt 
. A t GAcaaGaTtGCTc TTGgggCgTa Tagt 



AacTagTaa. . .TcCgTTccATa AtGAcaaGaTtGCTcTTGgggCgTaTagt 

AacTagTaa. . .TcCgTTccATa AtGAcaaGaTtGCTcTTGgggCgTaTagt 

At tTacTaacgcTcCaTTAcATG AtGAcCCtaTttCTcTTGgCgCgTacagt 

cacaatTtc. . . TGaTTatTAca gGGATataGTAGCaATTGgaggATTTtCt 

taAcGgTtatgcTcCacatTATctgt AtGATtCtaTtGCaATTGgagCtTTTGgt 

taAcGgTtatgcTcCacatTATctgt AtGATtCtaTtGCaATTGgagCtTTTGgt 

tGAcGgTtatgcacCggaATATGatg cGGATtCtaTtGCTATTGgagCtTTTGgt 

AGATacTg gagcATATGtca At GAc t C t GT AGCTATTGg 1 1 CATTT cat 

cacTcgc tt . gcTaaTccAgggGact tGaActaccccGCcATTtCtgCAgTTttt 

caggccTgattcctCTgTtcATGttgttaagAGGAcattaacaCatgTcgCggtTTctaA 

aa t t a tec t at a ga ctat gctattgg gc ttt t 

GCAATGGAGAAAGATATATTTGTTTCCACTTCAGCTGGAAATGAAGGGCCTGACGATCAG 
GCAtTGGAGAAAGgTATATTTGTTTCCACcTCtGCaGGAAATGAAGGGCCTtAttATgAG 
GCAATGGAGAAAGgcATATTTGTTTCCgtTTCAGCTGGAAATGAAGGGCCTttCGATCAa 
GCAAcaGAaAgAGgTATtcTTGTTagttgTTCtGCaGGcAATagtGGtCCa t tCcAaCgc 
GCAAcaGAaAgAGgTATtcTTGTTagttgTTCtGCaGGcAATagtGGtCCattCcAaCgc 
GCAAcaGAaAgAGgTATtcTTGTTagttgTTCtGCaGGcAATagtGGtCCattCcAaCgc 
GCAAcaGAaAAAGgTATtcTnGcTagtgCcTCtGCaGGcAATagcGa . . .gtttGATaAc 
GCAgcttctcAAGgaATcTTcGTcTCgtgcTCgGCTGGgAATGgcGGGCCaGgCtcTgga 
GCAtctGAacAtGgcgTccTcGTcTCatgTTCAGCTGGAAATtctGGtCCcGgaGcTtAt 
GCAtctGAacAtGgcgTccTcGTcTCatgTTCAGCTGGAAATtctGGtCCcGgaGcTtAt 
GCttcaGAacAtGgcgTtgTTGTcTCttgcTCtGCTGGAAActccGGtCCcGgtGcTtcc 

GttgTtaAGcAcGgcATtgTTGTcgttACcTCtGCTGGtAActcgtcctggtcCcggtAc 
cCtgaaGA. cgcaAaAgtTTcaacgCtgacgCttCacagAAcagtcacCaatgtGggttc 
GCc tgaGgtgtAcAaAgtaaaGaTaCtgaaTCtGaa ttctgaaAAGGttagt t taAgtA t 

gca c ga aagg att ttgtt ct tetge gg aat gg cc t at a 
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S eq_I D_l 7 GCTTTGCACAACGGAACACCTTGGGTTCTAACTGTTGCTGCTGGCACAGTTGATCGCGAA 104 5 

Seq_ID_7 aCTTTGCACAA t GGAACACCTTGGGTg t TAACTGTTGCaGCTGGCACAGTTGAc CGCGAA 5 96 

Seq_ID_ll tCTTTGagCAAtGaggCACCTTGGtTTCTctCTGTTGCTGCTaGCACAGTTGATCGgGAc 822 

Seq_ID_14 aCTgTagACAAtGacgCcCCTTGGaTTCTcACaGTTGgcGCTaGCACtcaTGATaGaaAA 579 

Seq_ID_15 aCTgTagACAAtGacgCcCCTTGGaTTCTcACaGTTGgcGCTaGCACtcaTGATaGaaAA 580 

Seq_ID_4 aCTgTaaACAAtGacgCcCCTTGGaTTCTcACaGTTGgcGCTaGCACtcaTGATaGaaAA 579 

Seq_ID_3 cCTgTagcaAAtaatgCcCCTTGGaTTCTcACaGTTGgcGCTaGCACccaTGATaGaaAA 579 

Seq_ID_10 tCccTctcCAACGctgCACCaTGGaTaactACTGTaGgTGCgGGgACcaTgGAcCGCGAA 1119 

Seq__ID_5 aCggcagtgAACattgCcCCgTGGaTgCTcACTGTTGgTGCatcaACtaTaGATCGtGAg 1014 

Seq_ID_8 aCggcagtgAACattgCcCCgTGGaTgCTcACTGTTGgTGCatcaACtaTaGATCGtGAg 1014 

Seq_ID_16 aCcgcGgtCAACGttgCgCCgTGGaTTCTcACcGTTGCTGCTtcaACgaTaGAcCGgGAg 103 7 

Seq_ID_13 0 

Seq_ID_12 aaTacGaAaAA. attgCACCTTGGcTcaTAACTGTTGgcGCgaGaACtaTgGATtGtcAg 661 

Seq_ID_9 tCcaatatCAAattAcCAtgTTaGagTCTcgCcGTTcaaaggtGCAgtcgTGAagGttgA 33 7 

Seq_ID_6 aagcccaAtggaGctgatgtTcaatgaaTcttTaagGaaaCaaaggtAtaTGgTCa . . AA 385 

Consensus act t caa g gc ccttggattctcactgttgg get gcac ttgatcg aa 

Seq_ID_17 TTTATCGGGACACTAAGTCTGGGTAATGGAGTTTCAGTCACTGGTTTATCTCTCTACC . . 1103 

Seq_ID_7 TTTATtGGaACAtTAAcTCTtGGaAATGGAGTTTCAGTCcCTGGTTTATCgCTaTACC . . 654 

Seq_ID_ll gTTATCaGGAtAtTAAcTCTtGGTAATGGAGTTTCAGTCACTGGTTTATCTCTCTACC . . 880 

Seq_ID_14 cTaAagGccACtgTtAagCTtGGaAATaaAGaagaAtTtgaaGGagaATCTgctTAtCat 639 

Seq_ID_15 cTaAagGccACtgTtAagCTtGGaAATaaAGaagaAtTtgaaGGagaATCTgctTAtCat 640 

Seq_ID_4 cTaAagGccACtgTtAagCTtGGaAATaaAGaagaAtTtgaaGGagaATCTgctTAtCat 639 

Seq_ID_3 cTaAaaGccACcgTtAagCTtGGaAATaaAGaggaAtTtgaaGGagaATCTgctgAtCag 63 9 

Seq_ID_10 TTcccaGcatataTtAGcCTtGGaAATGGAaaaaaAtTCAgTGGagTATCaCTtTACagt 1179 

Seq_ID__5 TTcccgGcagatgTtAtTtTaGGagATaatagaatAtTtggTGGTgTtTCatTgTACtcc 10 74 

Seq_ID_8 TTcccgGcagatgTtAtTtTaGGagATaatagaatAtTtggTGGTgTtTCatTgTACtcc 1074 

Seq_ID_16 TTTccgGctgatgTtAtTtTaGGagATGGcagaatAtTCggTGGcgTATCcCTgTAttcc 1097 

Seq_ID_13 0 

Seq_ID_12 TTTccCaGctataTcAtTtTaGGaAAcaaAaagcagtaCAaTt. TgaAaCaCTgccCaaa 720 

Seq_ID_9 gccATCaaGAttgaAttTCaccagcAaacAccagaAactAtcttacaAggTgatTttCga 397 

Seq_ID_6 TTTgagaGcca tCa tA ta tTcaacAgcaGcaggaaAaTagCTGagcaAa tggcgTt tggt 44 5 

Consensus tt a gc a tgtta tct ggaaata a a aatt g tgg g ate t ta c 

Seq_ID_l 7 . CCGGGAATTCCAGTTCAAGCGAAAGCTCCATCGTTTTTCTCAAGAC .... ATGCCTAGA 1158 

Seq_ID_7 . CtGGGAATTC tAGTTCAAGCGAAAGCTCCc TtGTc Ta TgTCgA ATGCCaAGA 706 

Seq_ID_ll . CtGGGAATTCtA . . . CAAGCGAtAttTCtgTtaTTcTTgTCAAGAa . . . . tTGCtTAGA 932 

Seq_ID_14 cCaaaGAcTTCaAacTCAAcattcttCaCtcTatTTgaTgTtgAaAa . . .gATagtacac 696 

Seq_ID_15 cCaaaGAcTTCaAacTCAAcattcttCaCtcTatTTgaTgTtgAaAa . . .gATagtacac 697 

Seq_ID_4 cCaaaGAcTTCaAGcTCAAcattcttCaCtcTatTTgaTgTtgAaAaa . .gATGgtacac 697 

Seq_ID_3 cCaaaGAcTTCCAacTCAAcattcAtCgCtcTatTTgaTgctggaAa . . .gAatgCaAGt 696 

Seq_ID_10 ggaaaagcaTtaccTagttctGtgAtgcCacTgGTgTaTgctggaA ATGCCagcc 1234 

Seq_ID_5 ggCaatccTTtgAccgatgcCaAAttgcCggTgGTTTaTtcCggcgac . . tgTGgtagcA 1132 

Seq_ID_8 ggCaatccTTtgAccgatgcCaAAttgcCggTgGTTTaTtcCggcgac . .tgTGgtagcA 1132 

Seq_ID_16 ggCGatccgctCgGggattcaaAgctacCtcTtGTTTactcCggtgac . .tgcGggagtc 1155 

Seq_ID_13 0 

Seq_ID_12 tgCatGttcTtCccTattAtaaAtgttgCttcaGcaaaagctccccatgcttcaaCTgac 780 

Seq_ID_9 gaCaaaAtaTCgtcaaaAAGCacgtGaatttggaTcccTgctttGgaaa. gATGggacac 4 56 

Seq_ID_6 tCga ta tcTTgggagagtgaaaAgcaCaa tgTtaggagcCcCt t tgCtgt tATGtgggt t 505 

Consensus c aagacttc a aac a t ct t tt atgc g a atgg a 
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GGAGAAGGAACTGGAGAAAAATGCACA . 
tGAcAAGGAACTGcAGAAAAATGCACA . 

t aAGc AGGAAt TGc AaAAt g t TaCAg A . 
GagcAAccAgtaGcccctttcTGCAtAc 
GagcAAccAgtaGcccctttcTGCAtAc 
GagcAAccAg . aGcccctttcTGCAtAc 
GatcAAGatg. . . ctccAttcTGtAgAt 
aagcAt caAA . TGGcaAt t tATGCACA . 
aa t ac t Gt t At c cagGAAAgcTagAt cc 
aatactGttAtccagGAAAgcTagAtcc 
aactctGttAtccagGAAtgcTGgAtcc 



. CAAATTCGCAGTCTGCTATGACAC 

CAAATTtGttGTCTGtctcGACAa 

. CAAATT t G t gGTCTGCa t TGACAa 

. CAggaTCaCtcaCTGacccttCt 

. CAggaTCaCtcaCTGacccttCt 

.CAggaTCaCtcaCTGacccttCtataagggg 
. CgtgggCGatGaCTGaTcctgCtatcaaagg 
. . . .AgTgGtAGTCTGaTtccAgAaaaagttg 

, tAAAaaaGtcGcagGaaAaattgttt 

, tAAAaaaGtcGcagGaaAaattgttt 

. ttcAaagGtAGcCgGaaAaattgtat 



GatGctctcttatGcaAAgctgGggCAt . tggAccCaaAGaagGtaAaGgtAacta . . . . 
acAaAgtGAgaaGcAcAAttgTGatCAc. atggcTaGCAtcaattTAgttCAgcttg . . . 
cagcAAaatttcaataAcAgtaGattAtaCAAaaTaaCttaaTatgtacAttgttgtatc 

a aa a t g aat tg a a ca a t g g ctga c 



. GAACGGATCAGTAAGTGACCAATTGTACAAT . G 
. GAAtGatTCgGTtgGTGAgCAtgTGTACAAT. G 

. aAACGcATtgGTcgGgaAaCAAgTtgAaAgT . G 



aaagatagttgtgtgcctggttggtggtggCGttcgtacggtTGAtaAAggacAagtT . G 
taagatagtcttgtgtcaaaaagacccaAgtaGtctcaccAGTagtCAAggacgaAAT . G 
atgggaaaattgtagtatgtgacagagGgAtGaATgcaaggGcacagAAggGTttggTtG 

tatgcgatagggGAggcaAcgctaggGTtgaaAAagGgAgtgcgG 

tatgcgatagggGAggcaAcgctaggGTtgaaAAagGgAgtgcgG 

tatgtgatcgagGcggcaATgctagAGTagagAAagGaAgtgcaG 

gAcagAaTtgaaAAagGacaAgctG 

ttt tagt t tgtctaagagGAga taATacGaggGTtgaCAAggGacagcaaG 

ccatttagtaactagcattttGttTgctgAgGatAatAAaaaacatgTtG 

tgttgtatcgtcgtacctctagcctccGAgtatgTactatgtTGtattAcgtacCtcTaG 

ga t c ggt a aa gg t g 

TAAAAAACACAAAAGTTGCTGGTGGCATCTTCATAACAAATTAC ACTGACTTGG 

TAAgAAA tt CAAAAGTTGCTGGgGc tgTCTTtATAACtAATaca ACTGACTTGG 

Tg Ag Ac At t CAAA t Gc TGCTGGTGc t gTCTTCATAACAAATg AC 1 1 1 g t C ACTGACTTGG 



TAAAggAtgCtggAGgTGtTGGcatgATtcTtATcAatAATccagaagatggTGttacta 
TAAAggACgCtggAGgcGtTGGcatgATtcTCATcAatAATccggaagatggTGtCacta 
TcAAAgAtgCtggtGgaataGGgatgATtTTggcAAacAcagACtcttacggaGAtgaGt 
TgAAgcAggCAggcGgaGtaGGgatgATacTtgctAatttggctgactccggcGAagaac 
TgAAgcAggCAggcGgaGtaGGgatgATacTtgctAatttggctgactccggcGAagaac 
TgAAAttagCcggcGgTGCaGGTatggTCcTggcgAatttagctgactccggcGAagaac 
TAAAgAACgCtggAGgcGtTGGcatgATtcTCATcAatcggcttcaggacggTtcaacta 
c t gc 1 1 1 ggCAggt Gca G t TGGa a cgAT t c Tagc cAa cgATTA t gca t c t ggc GA t ga a a 
cggcAAAgtCcctgtgTt tTcagcagtTgTTttcAgtAgAaaAtagt ttc ttTtgtTca t 

c CtCtgAgtaTGtactatGttgtaTCATcgtAccTctagcctccgagtAtgTac 

t aa a gc gg gg gttgg a gat t aa egg ga 
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Seq_ID_17 AATTCTACCTCCAAAGC . . GAATTCCCGGCTGTGTTTTTGAACTTTGAAGATGGTGATAA 1353 

Seq_ID_7 AATTCTACCTCCAAAGC. . GAATTCCCG 869 

Seq_ID_ll gcgaaTACCTCaAAAca . . GAATTCCCatCTGTGTTTcTGAAtTTccAAaATGGTGATcA 1133 

Seq_ID_14 747 

Seq_ID_15 748 

Seq_ID_4 AATcagctgaagctcat . . GtccTtCCaGCatTGgaTgTttcagaTGcAGATGGaaAgAA 932 

Seq_ID_3 AATcagctactgctcat . . GttcTtCCcGCatTagaTgTttcacaTGAAGAaGGaGAgAA 929 

Seq_ID_10 tggTtgctgatgcncat . . ctcaTaCCaaCaGgtgcagTtggtcaaactGcTGGTGAntt 1466 

Seq_ID_5 tcgTCgcCgattcAcat . . c 1 1 c TCCCGGCgacGaTggTcgg t caaaAAGcTGGaGAc AA 1349 

Seq_ID_8 tcgTCgcCgattcAcat . . cttcTCCCGGCgacGaTggTcggtcaaaAAGcTGGaGAcAA 13 4 9 

Seq_ID_16 tcgTCgcCgattcAcat . . ctccTaCCGGCgacaaTggTcggtcaaaAAGccGGTGAcgA 13 72 

Seq_ID_13 AATcagcCgatgctcat . . GtccTtCCGGCccTGgaTgTttcaTTTtttGATGGattTcA 143 

Seq_ID_12 ttTTtgctgattctctCtcGtcTTaCCtGCTacGcaaaTtAgtTacactGATGGactTgA 1006 

Seq_ID_9 tAcTagc tacttAtAtt. . Gccaaat tat tTGTGgcagctA. CTaaaAtGATGaattTgg 679 

Seq_ID_6 tAcgtTgtaTtacgtaCctctAgcCtCtGagtatgTacTatgtTgTatcaAcGtaccTct 73 9 

Consensus t gc t c cat gt t cc gc g gt a gatgga a a 

Seq_ID_17 AGTTTTGGAGTACATCAAGAATAGCCATTCACCAAAAGCAAGGCTTGAATTTCAAGTGAC 1413 

Seq_ID_7 869 

Seq_ID_l 1 AGTTTTGaAaTAtgTt AAcAgcAct tcTTCACCAAAAGCAAaGaTTGgAcTTCAAGgGAC 1193 

Seq_ID_14 747 

Seq_ID_15 748 

Seq_ID_4 AaTTcTtGccTACATaAActcaAcgtcgaatCCtgttGCtgcaaTcaccTTcCAtGgaAC 992 

Seq_ID_3 . AaTTaaGGccTAtATaAAttcaActtcaaatCCtAttGCtgcaaTTacATTcCAgGgaAC 989 

Seq_ID_10 gaTcnaaagGTACATtgcttcTgaCagTaatCCAAttaCcAcaaTTGcATTTggAGgtAC 1526 

Seq_ID_5 AaTaagacAcTACgTaAcGtcTgatCcTTCACCcAcgGCgAcGaTcGtgTTcagAGgaAC 14 09 

Seq_ID_8 AaTaagacAcTACgTaAcGtcTgatCcTTCACCcAcgGCgAcGaTcGtgTTcagAGgaAC 14 09 

Seq_ID_16 AaTaagGGAtTACgTCAAatcTgattcaTCACCAAAAGCgAcGaTTGttTTcaAAGgaAC 14 32 

Seq_ID_13 AaTTactGAGTAtATgAAatcaAcaaAgaatCCtgttGCtAGaaTTacATTcCAAGgaAC 203 

Seq_ID_12 AcT CtTtAgttcaAcaagTatACCtAcAGCttccaTTacAcaTCcAacGAC 1057 

Seq_ID_9 caaTagGagccAaAaaAAaAAaAaaagggCggCcgcg 716 

Seq_ID_6 AGccTccGAGTAtgTagtatgTAtatcaTtg. . tAtctttAGGCcTcAAaaaaAAaaaAa 797 

Consensus aat ta t a tc a cc a gc a att tt agg ac 

Seq_ID_17 ACATCTTGGTGCTAAA . . . CCAGCACCAAAAGTTGCTAGCTATAGCTCAAGGGGACCATC 1470 

Seq_ID_7 869 

Seq_ID_ll ACtaaTTGGTGtcgAA . . . CgAGCACCAgctGTcGCgcatTtTAGtTCgAGGGGgCCATC 1250 

Seq_ID_14 747 

Seq_ID_15 748 

Seq_ID_4 tgtaCTTGGaGaTAAA. . . aatGCtCCtAtAGTTGCTtcaTtTtctTCtcGaGGACCAag 1049 

Seq_ID_3 AgtaaTaGGaGaTAAA . . . aatGCtCCtAttGTTGCTtcaTtTtctgCtcGaGGACCAag 1046 

SecLlD_10 caAgtTgGGcGtccAA. . . CCAtCACCggtcGTcGCagctTtTAGtTCcAGaGGgCCAaa 1583 

Seq_ID_5 AgtgaTcGGaaaatcAccggCAGCACCAcgtGTaGCggcgTtctcgagccGaGGACCtaa 1469 

Seq_ID_8 AgtgaTcGGaaaatcAccggCAGCACCAcgtGTaGCggcgTtctcgagccGaGGACCtaa 14 69 

Seq_ID_16 tgtaaTcGGaaaatcAccgtCtGCtCCAcgtaTTGCTgcgTtctcaggccGaGGACCcaa 14 92 

SecLlD_13 gataaTaGGcGaTAAA . . . aatGCtCCAgtgcTTGCTgGtTtTtcaTCtcGcGGACCAag 260 

SecLlD_12 t. taarTGGgaacAAA. . gCCAGCtCCAgtcaTaGCagcCTtTtcaTCAAtaGGACCtaa 1114 

Seq_ID_9 716 

Seq_ID_6 AaAaaaaaaaaaaAAA 813 

Consensus t at gg a aa gc cc t gc tt g ggacc a 
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Seq_ID_17 AGAAAGCTGCCCTTTTATCCTCAAACCTGACCTGATGGCTCCTGGAGCCTTAATATTAGC 153 0 

Seq_ID_7 869 

Seq_ID_ll AatgAcCTGCCCgTTTATCCTCAAACCTGACCTGATGGCTCCaGGtcaCTTAATAcTAGC 1310 

Seq_ID_14 A 748 

Seq_ID_15 748 

Seq_ID_4 cGAAgcaaGtCgTggcATCtTgAAACCTGAtaTtATtGgTCCTGGtGttaatgTccTtGC 1109 

Seq_ID_3 ccgAgcaaaCCCTggcATCtTaAAACCTGAtaTtATtGgTCCTGGtGttaatATccTtGC 1106 

Seq_ID_10 cccAAtCacaCCggagATCCTtAAACCaGAttTGATaGCaCCaGGtGtCaatATtcTtGC 1643 

Seq_ID_5 tcAtttgacgCCggagATtCTtAAACCgGAtgTtATtGCaCCTGGAGttaacATtTTgGC 152 9 

Seq_I D_8 t cAt 1 1 gacgCCggagATt CT t AAACCgGAt gT t AT tGCaCCTGGAGt t aacAT t TTgGC 152 9 

Seq_ID_16 ttAtgtaacaCCggagATCCTt AAACCgGAt gTt Ac tGCaCCaGGAGtCaacATATTAGC 1552 

Seq_ID_13 cacAgctaGtCCTggaATCtTgAAACCTGAtaTtATtGgTCCTGGtGttaatgTccTAGC 32 0 

Seq_ID_12 cactgttacaCtggagATCCTtAAggtT '. . ttacgcaGgTtCatGAtttTTtgacacgaC 1172 

Seq_ID_9 716 

SeCLlD_6 813 

Consensus a cc g ate t aaacc gat t at g cc gg gt t t gc 

Seq_I D_l 7 CTCATGGCCTCAAAAATCACCGGCAACTCAAATTCGCTCAGGAGAGCTTTTCAGTAACTT 1590 

Seq__ID_7 869 

Seq_ID_ll tTCATGGtCTCcActATCAtCtGtgAgTCcAtaT actGAaCTTcaCAaTAtCTT 1364 

Seq_ID_14 74 8 

Seq_ID_15 748 

Seq_ID_4 tgCtTGGCCTacctcAgtAgataac . . .aAcAaa aAcacaaaatccAcaTT 1157 

Seq_ID_3 tgCtTGGCCTaccAccgtgaatatccCcaAcAaa aAcacaaattcTggaTT 1157 

Seq_ID_10 tggcTGGaCaggAAAAgttggacCAACaggttTgCcagaAGacaccaggaatgtgggtTT 1703 

Seq_ID_5 CggtTGGaCcggAtctgttggacCgACcgAttTggatattGacacGagaagagtagAaTT 1589 

Seq_ID_8 CggtTGGaCcggAtctgttggacCgACcgAttTggatattGacacGagaagagtagAaTT 15 8 9 

Seq_ID_16 CggtTGGaCcgggtccatAggacCAACagAttTggaaattGataccagacgagtggAaTT 1612 

Seq_ID_13 agCtTGGCCTacttctgtcgaa . .AAC aaaaCcaacaccaaaTcaAc . . .aTT 368 

Seq__ID_12 aTCtrttCtTgAAAgATCAggaaacgacatctTTtctTgAaagatcaggaaCtt .gAagT 1231 

Seq_ID__9 716 

Seq_ID_6 813 

Consensus tgg c a a tt 

Seq_ID_17 CAACATCATATCAGGTACGTCAATGTCATGCCCTCATGCAGCTGGTGTAGCAGCACTTCT 1650 

Seq_ID_7 869 

Seq_ID_ll tAACATtATATCtGGcACaTCcATGTCATGtCCaCAcGCtGCcGGTGTAGCtGCACTTgT 1424 

Seq_ID_14 74 8 

Seq_ID_15 748 

Seq_I D_4 CAAt ATCATATCAGGcACaTCAATGTCt TGCCCTCA 1193 

Seq_ID_3 CAAtATCATATCAGGcACaTCAATGTCt TGCCCTCA 1193 

Seq_ID_10 CAACATCATcTCtGGaACtTCcATGTCATGtCncCATGtAagTGGgcTtGCAGCAnTaCT 1763 

Seq_ID_5 CAAtATtATtTCtGGaACtTCcATGTCgTGCCCTCAcGttGggGGatTgGCtGCttTaCT 164 9 

Seq_ID_8 CAAtATtATtTCtGGaACtTCcATGTCgTGCCCTCAcGttGggGGatTgGCtGCttTaCT 164 9 

Seq_ID_16 CAACATtATATCtGGTACaTCcATGTCtTGtCCTCATGttagcGGgtTAGCtGCttTaCT 1672 

Seq_ID_13 CAACATaATtTCcGGTACcTCtATGTCATGtCCTCAccttagcGGaGTtGCAGCAtTgtT ^428 

Seq_ID_12 CtgaAgaAgcTatGcTtgaagAATaTgcgGagCaagTtgAagcacaaTAtagttttTgtT 1291 

Seq_ID_9 716 

Seq_ID_6 813 

Consensus caa at at tc gg ac tc atgtc tg cc ca t t t 




Figure 16AK 

Seq_ID_l 7 GAAAGGAGCACACCCCAAATGGAGTCCTGCTGCCATCCGGTCGGCCATGATGACCACAGC 1710 

Seq_ID_7 869 

Seq_ID_ll tAAAGGgaCcCACCCtgAATGGAGcCCaGCTGCCATtCGtTCGGCCATGATGACtACAGC 14 84 

Seq_ID_14 748 

Seq_ID_15 748 

Seq_ID_4 1193 

Seq_ID_3 1193 

Seq_ID_10 GnAAGccGCcCAtCCagAATGGAGTtnaGggGtnATaaGGTCaGCacTGATGACtACAGg 1823 

Seq_ID_5 tAgAaGgGCcCACCCaAAgTGGAccCCaGCaGCggTaaaGTCaGCacTtATGACaACAGC 1709 

Seq_ID_8 tAgAaGgGCcCACCCaAAgTGGAccCCaGCaGCggTaaaGTCaGCacTtATGACaACAGC 17 09 

Seq_ID_16 tAgAaaAGCttACCCtAAATGGAccaCaGCaGCCATCaaaTCtGCCcTcATGACaACAGC 1732 

Seq_ID_13 aAAAaGcGCgCACCCtActTGGtccCCTGCaGCtATtaaaTCaGCaATcATGACaACcGC 4 88 

Seq_ID_12 ctgttagtagCAgtttAAAgatttTgtcatTtgtAcatcGTgtatagTtcTaAtgtCtGt 13 51 

Seq_ID_9 716 

Seq_ID_6 813 

Consensus a t t t a c g 

Seq_ID_l 7 CGACACGATGGATAACATGCAAATGCCCATCCGAGACATAGGTCGC . . . AACAATAATGC 1767 

Seq_ID__7 869 

Seq_ID_ll gGAtgttcTaGAcAACAcaCAAAgtCCgATCCaAGACATcGGTCGtccagAgAATgcTGC 1544 

Seq_ID_14 748 

Seq_ID_15 748 

SeqLlD_4 1193 

Seq_ID_3 1193 

Seq_ID_10 ttACAgcAcacAcAAgAatggnnaaatgATagagGAt . . . . GTtGCcacAggAATgtcat 1879 

Seq^ID^S ttACAactTGGAcAAttctggtAaagtatTtacAGAtcTtGccactggccAagA 1763 

Seq_ID_8 ttACAactTGGAcAAttctggtAaagtatTtacAGAtcTtGccactggccAagA 1763 

Seq_ID_16 ttACAacgTtGATAACtccggcAaaaCCtTtacAGAtcTcGcgacaggccAggA 1786 

Seq_ID_13 tGAtACagTcaAcctCgccaAcAatCCCATattAGAtgaAatgCtCcgtcctg 541 

Seq_ID_12 ttttA. . . .GGAgttgATaaAAATagtgtcatGcaAttTgctTaGgtatAtttATtgaca 1407 

Seq_ID_9 716 

Seq_ID_6 813 

Consensus a a 

Seq_ID_l 7 TGCCAGTCCCCTAGCCATGGGAGCTGGCCGTATCAATCCAAATAAGGCACTAGACCCTGG 1827 

Seq_ID_7 869 

SeCLlD_ll TGCtAcTCCtCTtGCtATGGGAGCTGGCCaTATCAATCCtAAcAAGGCAaTAGAtCCTGG 1604 

Seq_ID_14 748 

Seq_ID_15 . 748 

Seq_ID_4 1193 

Seq_ID_3 1193 

Seq_ID_10 a . . tAcaCCagTtGatcatGGcGCTGGaCaTgTgAATCCAgcagcaGCtaTgaAtCCTGG 1937 

Seq_ID_5 atCtAcTCCCtTcGttcatGGAtCaGGtCaTgTagAcCCgAAccgaGCAtTgGAtCCgGG 1823 

Seq_ID_8 atCtAcTCCCtTcGttcatGGAtCaGGtCaTgTagAcCCgAAccgaGCAtTgGAtCCgGG 1823 

Seq_ID_16 a t CgAGTCCg t T t Gt t cacGGg t CgGGt CaTgTggATCCg AAc AgaGCACTAGAt CCaGG 1846 

Seq_ID_13 . . CaAacatCtTtGCCATtGGtGCaGGaCaTgTCAATCCAtcacgaGCAaatGAt CCaGG 5 99 

Seq_ID_12 TtgtgaTCCttcgGtttTttataaTGaaCaatgaAATtttgtggAaaaAaaAaAaaaaaa 14 67 

Seq_ID_9 716 

Seq_ID_6 813 

Consensus g g c a a 




Figure 16AL 

Seq_ID_l 7 ACTTATCTATGACATTACATCACAGGACTATATCAATCTCCTCTGTGCTCTAGATTTTAC 1887 

Seq_JED_7 869 

Seq_ID_ll ACTcATCTATGAtAcaACAcCACAaGAtTAcATtAATCTtCTtTGTGCTCTAaATcTcAC 1664 

Seq_ID_14 74 8 

Seq_ID_15 748 

Seq_ID_4 1193 

Seq_ID_3 1193 

Seq_ID_10 gtTagngTATGAtcTcACAgttgAtGACTATATaAActTCCTtTGcGCcCTgGATTacAg 1997 

Seq_ID_5 t tTgATt TAcGACATcgaAaCtagcGAtTAcgTaAATtTCCTaTGctCcaTgGcTTaTga 1883 

Seq_ID_8 t tTgATt TAcGACATcgaAaCtagcGAtTAcgTaAATtTCCTaTGctCcaTtGgcTaTga 1883 

SeqL_ID_16 tCTTgTCTAcGAtATTgacaCgaAGGAtTAcgTggATtTttTaTGcGCcaTtGgTTaTga 1906 

Seq_ID_13 ACTag T t TAc GAt Ac ac a AT t c a AGGAt TAc ATa t c T t a 1 1 TaTGTGgT t Tc^Aa Ta cA C 659 

Seq_ID_12 AaaaAaaaAaaAaA 1481 

Seq_ID_9 716 

Seq_ID_6 813 

Consensus a a 



Seq_ID_l 7 ATCTCAACAGATAAAAGCCATTACAAGGTCCTCTGCTTATTCCTGTTCCAACTCATCATT 194 7 

Seq_ID_7 869 

Seq_ID_l 1 ATCcgAgCAGATAAAAaCCATcACtAGGTCCT . . . CTTATaCtTGccCCAACcCATCATT 1721 

Seq_ID_14 74 8 

Seq_ID_15 748 

Seq_ID_4 1193 

Seq_ID_3 1193 

Seq_ID_10 tcCaagtatGATcAAgGtCATcgCAAaGcgagaTatTTccTgCgnaaaCAAtaaggataT 2 057 

Seq_ID_5 cggcgAcgAtgTcgccGtgtTcgCgAGagatTCTtCTcgagtgaaTTgCAgtgaAcgAag 1943 

Seq_ID_8 cggcgAcgAtgTcgccGtgtTcgCgAGagatTCTtCTcgagtgaaTTgCAgtgaAcgAag 1943 

Seq_ID_l 6 t cCcaAAagaATt t cAcCgtTcgtgAaagat aCTtCTTcagtgaaTTgCAgCgaAaagaa 1966 

Seq_ID_l 3 AgaTCgACAGATgggAagCcTTctAcaacgCa gaaCaaGTTgCtcgaaAgtgaa 713 

Seq_ID_12 1481 

Seq_ID_9 716 

Seq_ID_6 813 

Consensus 



Seq_ID_l 7 GGATTTAAACTATCCATCATTCATAGGCTATTTCAATTATAACAGCAGCGAGTCAGACCC 200 7 

Seq_ID_7 869 

Seq_ID_ll GGAccTAAACTATCCATCtTTCATtGcCTATTTCAAcgtgAAtAGCAGCGAGTtgGAtCC 1781 

Seq_ID__14 748 

Seq_ID_15 748 

Seq_ID_4 1193 

Seq_ID_3 1193 

Seq_ID_10 aGAgTTg . . CTgaCCtTaATTacccatCTtTTgCcATTcctttgGaAaCGgGcCtGgggC 2115 

Seq_ID_5 tttggctActccgggAgaccTgAattaCccgTcgttcTccgttgtttttaccggtGAgag 2003 

Seq_ID_8 tttggctActccgggAgaccTgAattaCccgTcgttcTccgttgtttttaccggtGAgag 2 003 

Seq_ID_16 tttagTtAgtccgggggatTTgAattatccaTcgttcTcagttgtatttGgcagtG . . . . 2022 

Seq_ID_13 aagTaTtcctgAagCAcaAcTCAattaCccTTcgttTTccAtttcacttGg. agca . .. . 768 

Seq_ID_12 1481 

Seq_ID_9 716 

Seq_ID_6 813 

Consensus 



ll 



Figure 16 AM 



Seq_ID_17 TAAAAGGATACAAGAATTCCAGAGGACGGTGACTAATGTAGGAGAAG. . . GTATGTCTGT 2064 

Seq_ID_7 869 

Seq_ID_l 1 TAcAAGagTACAAGAATTCaAGAGGACaGTGACTAATGTcGGAGAAG . . . GTgTGTCgGa 1838 

Seq_ID_14 748 

Seq_ID_15 748 

Seq_ID_4 1193 

Seq_ID_3 1193 

Seq_ID_10 gAAcAtGcaAatAGtAgTgCAccaacaGtgacCagATaTAcGAGgAc . . .tctaacaaac 2172 

Seq_ID_5 GAAcgGtgTggttaAATaCaAGcGGgtGGTGAaTAATGTAGGAaAAaatacagatgCTGT 2 063 

Seq_ID_8 cAAcgGtgTggttaAATaCaAGcGGgtGGTGAaTAATGTAGGAaAAaatacagatgCTGT 2 063 

Seq_ID_16 . .AtAGtgTggtgaAAaaCaAGcGtgtGGTtAaaAATGTtGGcaggaatacaAatgCgGT 2 080 

Seq_ID_13 . . . . A a tcaACAAacATaCacaAGaACaGTGACaAAcGTcGGgGAgG . . . caATGTCatc 821 

Seq_ID_12 1481 

Seq_ID_9 716 

Seq_lD_6 813 

Consensus 



Seq_ID_l 7 ATATACAGCCAAATTGACCTCAATGGGTGATTATAAAGCTAGTGTTGCACCTGACAAGTT 2124 

Seq_ID_7 869 

Seq_ID_ll ATATACAGCCgAgcTGACtgCAATGccTGgactTAAAGtTAGTGTTGttCCTGAaAAGTT 1898 

Seq_ID_14 748 

Seq_ID_15 74 8 

Seq_ID_4 1193 

SecLlD_3 1193 

Seq_ID_10 gTgggaAatCcAgcTacataCAAgGccTcAgTcTcttctgAaatgcaggaagtgaAgaTT 2232 

Seq_ID_5 gTATgaAGtgAAggTGAatgCgccGtcgtcggtggAgGtgAaTGTatCACCgGcgAAGcT 2123 

Seq_ID_8 gTATgaAGtgAAggTGAatgCgccGtcgtcggtggAgGtgAaTGTatCACCgGcgAAGcT 2123 

Seq_ID_16 gTATgagGtgAAAaTaAatgCgccGGGTtcggtggAgGtgAagGTgaCtCCgactAAGcT 214 0 

Seq_ID_13 tTATcgcGtgAAgaTagttTCAccacaaaATgtTtccGtTgtTGTTaagCCTtcaActcT 881 

Seq_ID_12 1481 

Seq_ID_9 716 

Seq_ID_6 813 

Consensus 



Seq_I D_l 7 GGTTTTCAAAGAGAAGTATGAAAAGCAAAGCTACAAGCTAAGGATAGAAGGTCCATTGCT 2184 

SeqLlD_7 869 

Seq_ID_l 1 GGTTTTCAAAGAcAAGTATGAAAAGCAAAGCTACAAGCTgAGGATAGAAtGTCCAcaaCT 1958 

Seq_ID_14 748 

Seq_ID_15 748 

Seq_ID_4 1193 

Seq_ID_3 1193 

Seq_ID_10 caggTTgAAccAcAAacActtActttcAgtCgAaAg. . . AAGGAaAagAaaaCCtacaCT 2289 

Seq_ID_5 tGTaTTCAgtGAGgAaaAgcAAAgtttgtcgTAtgAGaTtAGctTAaAgaGTaaAaaGag 2183 

Seq_ID_8 tGTaTTCAgtGAGgAaaAgcAAAgtttgtcgTAtgAGaTtAGctTAaAgaGTaaAaaGag 2183 

Seq_ID_16 tagTTTtAgcGAGAAaaATaAgAgtttgtcgTAtgAGaTtAGttTtagcaGTaatggaag 22 00 

Seq_ID_13 aaaaTTtAcgaAGttGaATcAgAAGttgAcaTACcgagTgAcatTttccacaaCAacaaa 941 

Seq_ID_12 14 81 

Seq_ID_9 716 

Seq_ID_6 813 

Consensus 




Figure 16AN 



Seq_ID_17 AGTTGATATTATCTTG . TTTATGGTTCTTTGAGCTGGGTGGAAACTAGCGGTAAATATGT 2243 

Seq_ID_7 869 

Seq_ID_l 1 gaTgaATgaTtTCTTGgTTcATGGTTCTTTaAGCTGGGTGGAAAaggGaGGTAAATATGT 2 018 

SeCLlD_14 748 

Seq_ID_15 748 

Seq_ID_4 1193 

Seq_ID_3 1193 

Seq_ID_10 gtgacATtcacTgcTagTTccaaGccaTcaGgcacaacTaGctttgctCGactggaATGg 234 9 

Seq_ID_5 tGgTGATtTgcagaTGg . TgAaGGggaTTgaAtCTGcaT. . . . ttggGtcGattgaATGg 2238 

Seq_ID_8 tGgTGATtTgcagaTGg . TgAaGGggaTTgaAtCTGcaT . . . .ttggGtcGattgaATGg 2238 

Seq_ID_16 tGTTGggtTggagagag . TaAaaGgTCTTgaAtCaGcaT . . . . ttggGtcaattgagTGg 2255 

Seq_ID_13 ca TcAcaaacaTggaAGtTGttc . . . . AtggatacTtgAaATGg 981 

Seq_ID_12 1481 

Seq_ID_9 716 

SeqLlD_6 813 

Consensus 

Seq_ID_l 7 TGTAAAAAGTCCCATTGTCGCAACTA . CCATAAGAGTGGATCCTCTGTGAGGACAGAACT 2302 

Seq_ID__7 869 

Seq_ID_ll aGTtAggAGcCCaATTGTtGCcACaAattcTtAagtTtGATCCTtTGacAGGAtAGtACT 2078 

Seq_ID_14 748 

Seq_ID_15 748 

Seq_ID_4 C 1194 

Seq_ID_3 C 1194 

Seq_ID_10 TcagAtggacaaCATgtTgttgctagcCCAattGctTtcAgrttggacafcg*attatGctaa 2409 

Seq_ID_5 aGTgAtggaattCAcaaTgtgAgaagcCCAattGcGgtGcgttggcGTcActAttctgaT 2298 

Seq_ID_8 aGTgAtggaattCAcaaTgtgAgaagcCCAattGcGgtGcgttggcGTcActAttctgaT 2298 

Seq_ID_16 aGTgAtggaattCAcaGcgtgAggagtCCAattGcGgtGcattggctactccACtctgCT 2315 

Seq_ID_l 3 acaAgtgA taagCATTtTgtaAgaagtCCAa t tGc tgt tATtCTacaaGAGcAtgaAACa 1041 

Seci_lD_l2 1481 

Seq_ID_9 716 

Seq_ID_6 813 

Consensus c 

Seq_ID_l 7 GATTATGAGTCCTGTATTCTGAAAATGTGATACAGTGATGAA TAATTGTGAAGTTAAA TT 2362 

Seq_ID_7 869 

Seq_ID_ll GATTAc tga . . . . aTATTCcactAAacatgTctttTGAgaAcatgaTaTatAcaTActTg 2134 

Seq_ID_14 748 

Seq_ID_15 748 

Seq_ID_4 1194 

Seq_ID_3 1194 

Seq_I D_l 0 t tcTATaAGTCaTtcAcTgcaAAtgTacaAgtgcaaa tat tec tATaaaa tAaTTAc tag 24 69 

Seq_ID_5 GcagcatccatgTGagTaaTGgAtgatTGtTctttatATtgcattgcaTGgAccaAtAaa 2358 

Seq_ID_8 GcagcatccatgTGagTaaTGgAtgatTGtrctttatATtg'cattg'carGgAccaAtAaa 23 5 8 

Seq_ID_16 acagAatctcagTGagcaaTGgActatg-aAg-caAGaagratA. at tgTGctAAtcTgcAaa 2374 

Seq_ID_13 ccagAaGAtTagTG. . TctTtActtTtTaATAattTGtTcAATttaTaatAAccc . cgTa 1098 

Seq_ID_12 1481 

Seq_ID_9 716 

Seq_ID_6 813 

Consensus 




Figure 16 AO 



SeC[_ID_l V CAAAAflAAAATCTrrrCAGTTAGrTAAAACTAACTTGCTGATTAAAAAAAAAAAAAAAAA 2422 

Seq_IDJ7 869 

Seq_ID_ll tgAAgtgtAgTtcTaTggtTaAcantnnAaaAAaaaaaaaAaaAAAAAAAAAAA 2188 

Seq_ID_14 748 

Seq__ID_15 748 

Seq_ID_4 1194 

Seq_ID_3 1194 

Seq_ID_l 0 tgtgcAgcAgc tacTcCtcTaAtaTtccACcAACTaaaaaAaTAgccctgAcc tAtAA tt 252 9 

Seq_ID_5 CtgggAtgA . TgacaaattgaAagacgAAaTgttgctagaggatcAtcgAAtttgtccAA 2417 

Seq_ID_8 CtgggAtgA. TgacaaattgaAagacgAAaTgttgctagaggatcAtcgAAtttgtccAA 2417 

Seq_ID_16 CtgttAtgggcCagaaacaggAacaAggctaAgtTcagaaAggAAAAggAAAtAgggAAg 2434 

Seq_ID_13 ttA. .AttgATtgTaTCcaaaAtgTAgAAtgAgtgcaaaaATTgctcAtgttttAttctA 1156 

Seq_ID_12 1481 

Seq_ID_9 716 

Seq_ID_6 813 

Consensus 

Seq_ID_17 AAA 2425 

Seq_ID_7 869 

Seq_ID_ll 2188 

Seq_ID_14 748 

Seq_ID_15 74 8 

Seq_ID_4 1194 

Seq_ID_3 1194 

Seq_ID_l 0 AAgra tgcc taggaaa t tc tagca tctagacaaggaaaa tgt tggt tga 1 1 tgtccagcaa 2 5 89 

Seq_ID_5 ctt . taatttcactttctttaccttttgttctctgatgttgttcagattgatgtatatat 2476 

Seq_ID_8 ctt. taatttcactttctttaccttttgttctctgatgrttgttcagrattgatgtatatat 24 76 

Seq_ID_16 g. . . . aacatctatctgttgaaataatgttaagaaattttcatcattcttttct . . .tgt 2487 

Seq_ID_13 ctggtgatatttcccttgtggtaaaaaaaaaaaaaaa 1193 

Seq_ID 12 1481 

Seq_ID_9 716 

Seq_ID_6 813 

Consensus 




Figure 16AP 



Seq_ID_17 A 2426 

Seq_ID_7 869 

Seq_ID_ll 2188 

Seq_ID_14 74 8 

Seq_ID_15 74 8 

Seq_ID_4 1194 

Seq_ID_3 1194 

Seq_ID_10 aagacAggtgttttacttgccagattattatgtaccaagccacacaatatggataaatac 2 64 9 

Seq_ID_5 gaatgAagcatacccagttgtttcccagaaaaaaaaaaaaaaaaaaaaaaaaaaaaa . . . 2533 

Seq_ID_8 gaatgrAagcatacccagttgtttcacagaaaaaaaaaaaaaaaaaaaaaaaaaaaa . . . . 2532 

Seq_ID_16 ttatgAgtatttatcag ccacaaaaaaaaaaaaaaaaaaaaaaaaaaaaaa . . . . 2538 

Seq_ID_13 1193 

Seq_ID_12 14*81 

Seq_ID_9 716 

Seq_ID_6 813 

Consensus 



Seq_ID_17 2426 

Seq_ID_7 869 

Seq_ID_ll 2188 

Seq_ID_14 748 

Seq_ID_15 748 

Seq_ID_4 1194 

Seq_ID_3 1194 

Seq_ID_10 aattggcfctfccgraaaaaaaaaaaaaaaaaaaaaaaaaaaaaa 2 691 

Seq_ID_5 253 3 

Seq_ID_8 2532 

Seq_ID_16 2538 

Seq_ID_13 1193 

Seq__ID_12 1481 

Seq_ID_9 716 

Seq_ID_6 813 

Consensus 
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